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SEQUENCE LISTING 
(1) GENERAL INFORMATION: 

(i) APPLICANT: 

(A) NAME: BASF Aktiengesellschaf t 

(B) STREET: Car l-8osch-Strasse 38 

(C) CITY: Ludwigshafen 

(E) COUNTRY: Federal Republic of Germany 

(F) POSTAL CODE: D-67056 

(G) TELEPHONE: 0621/6048526 

(H) TELEFAX: 0621/6043123 

(I) TELEX: 1762175170 

(ii) TITLE OF APPLICATION: Method for diagnosing disorders by 

analysis of genes 
(iii) NUMBER OF SEQUENCES: 2 

(iv) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy disk 

(B) COMPUTER: IBM PC compatible 

(C) OPERATING SYSTEM: PC-DOS/MS-DOS 

(D) SOFTWARE: Patentln Release #1.0, Version #1-25 (EPA) 
(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1517 base pairs 

(B) TYPE: Nucleic acid 

(C ) STRANDEDNESS : Double 

(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: cDNA for mRNA 

(iii) HYPOTHETICAL: NO 
(iv) ANTISENSE: NO 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(ix) FEATURES: 

(A) NAME/KEY: CDS 

(B) LOCATION: 1..1024 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 
ATG GGG GAG ATG GAG CAA CTG CGT CAG GAA GCG GAG CAG CTC AAG AAG 
Met Gly Glu Met Glu Gin Leu Arg Gin Glu Ala Glu Gin Leu Lys Lys 

15 10 15 

CAG ATT GCA GAT GCC AGG AAA GCC TGT GCT GAC GTT ACT CTG GCA GAG 
Gin lie Ala Asp Ala Arg Lys Ala Cys Ala Asp Val Thr Leu Ala Glu 

20 25 30 

CTG GTG TCT GGC CTA GAG GTG GTG GGA CGA GTC CAG ATG CGG ACG CGG 
Leu Val Ser Gly Leu Glu Val Val Gly Arg Val Gin Met Arg Thr Arg 

35 40 45 

CGG ACG TTA AGG GGA CAC CTG GCC AAG ATT TAC GCC ATG CAC TGG GCC 
Arg Thr Leu Arg Gly His Leu Ala Lys lie Tyr Ala Met His Trp Ala 

50 55 60 

ACT GAT TCT AAG CTG CTG GTA AGT GCC TCG CAA GAT GGG AAG CTG ATC 
Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin Asp Gly Lys Leu lie 
65 70 75 80 

GTG TGG GAC AGC TAC ACC ACC AAC AAG GTG CAC GCC ATC CCA CTG CGC 
Val Trp Asp Ser Tyr Thr Thr Asn Lys Val His Ala lie Pro Leu Arg 

85 90 95 

TCC TCC TGG GTC ATG ACC TGT GCC TAT GCC CCA TCA GGG AAC TTT GTG 
Ser Ser Trp Val Met Thr Cys Ala Tyr Ala Pro Ser Gly Asn Phe Val 



TAT 
Tyr 
145 
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lQ^P 105 110 

GCA TGT GGG GGG CTG GAC AAC ATG TGT TCC A" 7 AC AAC CTC AAA TCC 384 
Ala Cys Gly Gly Leu Asp Asn Met Cys Ser He Tyr Asn Leu Lys Ser 

115 120 125 

CGT GAG GGC AAT GTC AAG GTC AGC CGG GAG CTT 7ZT GCT CAC ACA GGT 4 32 

Arg Glu Gly Asn Val Lys Val Ser Arg Glu Le. isr Ala His Thr Gly 
130 135 140 

CTC TCC TGC TGC CGC TTC CTG GAT GAC AAT AAT ATT GTG ACC AGC 4 80 

Leu Ser Cys Cys Arg Phe Leu Asp Asp As= Xsn He Val Thr Ser 

150 1:: 160 

TCG GGG GAC ACC ACG TGT GCC TTG TGG GAC ATT ^AG ACT GGG CAG CAG 528 
Ser Gly Asp Thr Thr Cys Ala Leu Trp Asp Hi 3iu Thr Gly Gin Gin 

165 170 175 

AAG ACT GTA TTT GTG GGA CAC ACG GGT GAC TC-T ATG AGC CTG GCT GTG 576 
Lys Thr Val Phe Val Gly His Thr Gly Asp Cj= -at Ser Leu Ala Val 

180 185 190 

TCT CCT GAC TTC AAT CTC TTC ATT TCG GGG GCT T3T GAT GCC AGT GCC 624 
Ser Pro Asp Phe Asn Leu Phe He Ser Gly Ali :ys Asp Ala Ser Ala 

195 200 205 

AAG CTC TGG GAT GTG CGA GAG GGG ACC TGC CGT LAG ACT TTC ACT GGC 672 
Lys Leu Trp Asp Val Arg Glu Gly Thr Cys Arr :-ln Thr Phe Thr Gly 

210 215 :20 

CAC GAG TCG GAC ATC AAC GCC ATC TGT TTC TTT :CC AAT GGA GAG GCC 720 
His Glu Ser Asp He Asn Ala He Cys Phe Pbi Pro Asn Gly Glu Ala 
225 230 21= 240 

ATC TGC ACG GGC TCG GAT GAC GCT TCC TGC CGC TTG TTT GAC CTG CGG 768 
He Cys Thr Gly Ser Asp Asp Ala Ser Cys Arr Leu Phe Asp Leu Arg 

245 250 255 

GCA GAC CAG GAG CTG ATC TGC TTC TCC CAC G=^= AGC ATC ATC TGC GGC 816 
Ala Asp Gin Glu Leu He Cys Phe Ser His Gli Ser He He Cys Gly 

260 265 270 

ATC ACG TCT GTG GCC TTC TCC CTC AGT GGC CZ-Z ZZk CTA TTC GCT GGC 864 
He Thr Ser Val Ala Phe Ser Leu Ser Gly A_rr Leu Leu Phe Ala Gly 

275 280 285 

TAC GAC GAC TTC AAC TGC AAT GTC TGG GAC TTT ATG AAG TCT GAG CGT 912 
Tyr Asp Asp Phe Asn Cys Asn Val Trp Asp Ssr Met Lys Ser Glu Arg 

290 295 330 

GTG GGC ATC CTC TCT GGC CAC GAT AAC AGG GTX AGC TGC CTG GGA GTC 960 
Val Gly He Leu Ser Gly His Asp Asn Arg Val Ser Cys Leu Gly Val 
305 310 31= 320 

ACA GCT GAC GGG ATG GCT GTG GCC ACA GGT TTT TGG GAC AGC TTC CTC 1008 
Thr Ala Asp Gly Met Ala Val Ala Thr Gly S^= Trp Asp Ser Phe Leu 

325 330 335 

AAA ATC TGG AAC TGA G GAGGCTGGAG AAAGGGAATT 2-GAAGGCAGT GAACACACTC 1064 
Lys He Trp Asn * 
340 

AGCAGCCCCC TGCCCGACCC CATCTCATTC AGGTGTTCTT TTCTATATTC CGGGTGCCAT 1124 
TCCCACTAAG CTTTCTCCTT TGAGGGCAGT GGGGAGCATS jGACTGTGCC TTTGGGAGGC 1184 
AGCATCAGGG ACACAGGGGC AAAGAACTGC CCCATCTCTT ICCATGGCCT TCCCTCCCCA 124 4 
CAGTCCTCAC AGCCTCTCCC TTAATGAGCA AGGACAACTT :-CCCCTCCCC AGCCCTTTGC 1304 
AGGCCCAGCA GACTTGAGTC TGAGGCCCCA GGCCCTAC-S, TTCCTCCCCC AGAGCCACTA 1364 
CCTTTGTCCA GGCCTGGGTG GTATAGGGCG TTTGGCCCT5 TSACTATGGC TCTGGCACCA 1424 
CTAGGGTCCT GGCCCTCTTC TTATTCATGC TTTCTCCTTT TTCTACCTTT TTTTCTCTCC 1484 
TAAGACACCT GCAATAAAGT GTAGCACCCT GGT I 517 
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(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 341 amino acids 

(B) TYPE: Amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: Protein 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 
Met Gly Glu Met Glu Gin Leu Arg Gin Glu Ala Glu Gin Leu Lys Lys 

l 5 10 15 

Gin He Ala Asp Ala Arg Lys Ala Cys Ala Asp Val Thr Leu Ala Glu 

20 25 30 

Leu Val Ser Gly Leu Glu Val Val Gly Arg Val Gin Met Arg Thr Arg 

35 40 45 

Arg Thr Leu Arg Gly His Leu Ala Lys He Tyr Ala Met His Trp Ala 

50 55 60 

Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin Asp Gly Lys Leu lie 

65 70 75 80 

Val Trp Asp Ser Tyr Thr Thr Asn Lys Val His Ala He Pro Leu Arg 

85 90 95 

Ser Ser Trp Val Met Thr Cys Ala Tyr Ala Pro Ser Gly Asn Phe Val 

100 105 11° 

Ala Cys Gly Gly Leu Asp Asn Met Cys Ser He Tyr Asn Leu Lys Ser 

!15 120 125 

Arg Glu Gly Asn Val Lys Val Ser Arg Glu Leu Ser Ala His Thr Gly 

130 135 I 40 

Tvr Leu Ser Cys Cys Arg Phe Leu Asp Asp Asn Asn He Val Thr Ser 

150 155 160 

Ser Gly Asp Thr Thr Cys Ala Leu Trp Asp He Glu Thr Gly Gin Gin 

165 170 175 

Lvs Thr Val Phe Val Gly His Thr Gly Asp Cys Met Ser Leu Ala Val 

* 180 135 190 

Ser Pro Asp Phe Asn Leu Phe He Ser Gly Ala Cys Asp Ala Ser Ala 

195 200 205 

Lys Leu Trp Aso Val Arg Glu Gly Thr Cys Arg Gin Thr Phe Thr Gly 

210 215 220 

His Glu Ser Asp He Asn Ala He Cys Phe Phe Pro Asn Gly Glu Ala 

230 235 240 

He Cys Thr Gly Ser Asp Asp Ala Ser Cys Arg Leu Phe Asp Leu Arg 

245 250 255 

Ala Asp Gin Glu Leu He Cys Phe Ser His Glu Ser He lie Cys Gly 

260 265 270 

H- Thr Ser Val Ala Phe Ser Leu Ser Gly Arg Leu Leu Phe Ala Gly 

275 280 285 

Tyr Asp Asp Phe Asn Cys Asn Val Trp Asp Ser Mat Lys Ser Glu Arg 

290 295 300 

Val Gly He Leu Ser Gly His Asp Asn Arg Val Ser Cys Leu Gly Val 

310 315 jfcU 

Thr Ala Asp Gly Met Ala Val Ala Thr Gly Ser Trp Asp Ser Phe Leu 

32S 330 335 

Lys He Trp Asn * 
340 



SEQUENCE LISTING 



<110> Siffert, Winfried 

<120> THE USE OF A GENETIC MODIFICATION IN THE GENE FOR HUMAN 
G PROTEIN b3 SUBUNIT FOR THE DIAGNOSIS OF DISEASES 



<130> 1135-2 



<140> 09/180,783 
<141> 1999-03-17 

<150> PCT/EP97/02250 
<151> 1997-05-02 

<150> DE 19619362.lv 
<151> 1996-05-14 



<160> 4 



<170> Patentln Ver. 2.1 



<210> 1 
<211> 1517 
<212> DNA 

<213> Homo sapiens 



<400> 1 . cn 

atgggggaga tggagcaact gcgtcaggaa gcggagcagc tcaagaagca gattgcagat 60 
gccaggaaag cctgtgctga cgttactctg gcagagctgg tgtctggcct agaggtggtg 120 
ggacgagtcc agatgcggac gcggcggacg ttaaggggac acctggccaa gatttacgcc 180 
atgcactggg ccactgattc taagctgctg gtaagtgcct cgcaagatgg gaagctgatc 240 
gtgtgggaca gctacaccac caacaaggtg cacgccatcc cactgcgctc ctcctgggtc 300 
atgacctgtg cctatgcccc atcagggaac tttgtggcat gtggggggct ggacaacatg 360 
tgttccatct acaacctcaa atcccgtgag ggcaatgtca aggtcagccg ggagctttct 420 
gctcacacag gttatctctc ctgctgccgc ttcctggatg acaacaatat tgtgaccagc 480 
tcgggggaca ccacgtgtgc cttgtgggac attgagactg ggcagcagaa gactgtattt 540 
gtgggacaca cgggtgactg catgagcctg gctgtgtctc ctgacttcaa tctcttcatt 600 
tcgggggcct gtgatgccag tgccaagctc tgggatgtgc gagaggggac ctgccgtcag 660 
actttcactg gccacgagtc ggacatcaac gccatctgtt tcttccccaa tggagaggcc 720 
atctgcacgg gctcggatga cgcttcctgc cgcttgtttg acctgcgggc agaccaggag 780 
ctgatctgct tctcccacga gagcatcatc tgcggcatca cgtctgtggc cttctccctc 840 
agtggccgcc tactattcgc tggctacgac gacttcaact gcaatgtctg ggactccatg 900 
aagtctgagc gtgtgggcat cctctctggc cacgataaca gggtgagctg cctgggagtc 960 
acagctgacg ggatggctgt ggccacaggt tcctgggaca gcttcctcaa aatctggaac 1020 
tgaggaggct ggagaaaggg aagtggaagg cagtgaacac actcagcagc cccctgcccg 1080 
accccatctc attcaggtgt tctcttctat attccgggtg ccattcccac taagctttct 1140 
cctttgaggg cagtggggag catgggactg tgcctttggg aggcagcatc agggacacag 1200 



4 ' 

gggcaaagaa ctgccccatc tcctcccatg 
tcccttaatg agcaacgaca acctgcccct 
agtctgaggc cccaggccct aggattcctc 
ggtggtatag ggcgtttggc cctgtgacta 
cttcttattc atgctttctc ctttttctac 
aagtgtagca ccctggt 



gccttccctc cccacagtcc tcacagcctc 1260 
ccccagccct ttgcaggccc agcagacttg 1320 
ccccagagcc actacctttg tccaggcctg 1380 
tggctctggc accaccaggg tcctggccct 14 40 
ctttttttct ctcctaagac acctgcaata 1500 

1517 



<210> 2 

<211> 340 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Met Gly Glu Met Glu Gin Leu Arg Gin Glu Ala Glu Gin Leu Lys Lys 
I 5 10 15 

Gin lie Ala Asp Ala Arg Lys Ala Cys Ala Asp Val Thr Leu Ala Glu 
20 25 30 



Leu Val Ser Gly Leu Glu Val Val Gly Arg Val Gin Met Arg Thr Arg 

'III 35 4 0 4 5 



® } Arg Thr Leu Arg Gly His Leu Ala Lys He Tyr Ala Met His Trp Ala 

^ 50 55 60 



Thr Asp Ser Lys Leu Leu Val Ser Ala Ser Gin Asp Gly Lys Leu He 

70 75 80 



M Val Trp Asp Ser Tyr Thr Thr Asn Lys Val His Ala He Pro Leu Arg 

1]} 85 90 95 



Ser Ser Trp Val Met Thr Cys Ala Tyr Ala Pro Ser Gly Asn Phe Val 
100 105 HO 

Ala Cys Gly Gly Leu Asp Asn Met Cys Ser He Tyr Asn Leu Lys Ser 
115 120 125 

Arg Glu Gly Asn Val Lys Val Ser Arg Glu Leu Ser Ala His Thr Gly 
130 135 140 

Tyr Leu Ser Cys Cys Arg Phe Leu Asp Asp Asn Asn He Val Thr Ser 
145 150 155 160 

Ser Gly Asp Thr Thr Cys Ala Leu Trp Asp He Glu Thr Gly Gin Gin 
165 170 175 

Lys Thr Val Phe Val Gly His Thr Gly Asp Cys Met Ser Leu Ala Val 



2 



